where the AA genotype was found to be significantly and negatively associated with chronic HBV infection. 15 However, in their study, individuals were not stratified based on sex. In a study to assess the relationship between NTCP gene variant and chronic HBV infection, the frequency of A allele of rs229661 in healthy Han Chinese (12.6%) was observed to be higher compared to the reported frequency in Koreans (3.1%) and the Chinese-Americans (7.5%).
| INTRODUC TI ON
Taiwan is one of the endemic areas of hepatitis B virus (HBV) infection, which is a global health issue.
1,2 Several routes of transmission have been reported, but most people in Taiwan are believed to have acquired the virus early in life. 1 Genetic variation, environmental factors and genome variability are some of the multiple factors that influence chronic HBV infection. [3] [4] [5] There exist remarkable differences in the geographical distribution of HBV genotypes. 6 Some of the several susceptibility loci that have been strongly associated with HBV-related diseases in different populations include HLA-DPB1, sodium taurocholate cotransporting polypeptide (NTCP), SOCS1, CIITA, TGF-β1, LTβR, PRKAA1, MIF, HLA-DP, HLA-DQ and PTPN22. Host genetics significantly contributes to the clinical outcome of HBV infection. NTCP plays an important role in the enterohepatic circulation of bile acids and also serves as a receptor for hepatitis B and D viruses. [7] [8] [9] However, a previous study has reported that common variants in NTCP might not In East Asia, women are said to be responsible for the majority of chronic HBV. 13 NTCP rs2296651 has been reported as an Asianspecific variant responsible for HBV susceptibility. 8 However, the associations of this variant with HBV-related diseases have not been extensively studied in Taiwan. In this study, we assessed the relationship between NTCP gene variant rs2296651 and HBV based on sex and menopausal status.
Summary

| MATERIAL S AND ME THODS
| Data source
Data were obtained from Taiwan Biobank, a population cohort 
| Study participants
Initial recruitment included 10 755 Taiwan Biobank participants. A written informed consent was signed by each participant prior to data collection.
| Genetic variant selection
A thorough review of past literature was made and NTCP rs2296651, an Asian-specific variant which has been associated with HBV infection was selected. SNP genotyping was carried out using the custom Taiwan Biobank chips and run on the Axiom™ Genome-Wide Array Plate System (Affymetrix, Santa Clara, CA, USA).
| Statistical analyses
The 
| RE SULTS
Baseline characteristics of the 10 017 participants in our study are shown in Table 1 Table 3 .
| D ISCUSS I ON
We have investigated for the first time, the relationship between BMI, body mass index; HBV, hepatitis B virus infection; HCV, hepatitis C virus infection; HDL-C, high-density lipoprotein cholesterol; LDL-C, lowdensity lipoprotein cholesterol; T-CHO, total cholesterol; TG, triglyceride. All variables are presented as mean ± SD (continuous variables) or numbers (%). expected to show changes in expression with age although only a subset of the genes contributes to individual variation in transcriptional response to ageing. 24 However, it remains to be investigated whether the NTCP gene is related to age in order to make a valid conclusion regarding the relationship between genotype and survival. NTCP is one of the HBV-associated genes that has not been extensively studied in Taiwan.
TA B L E 2 Multivariate-adjusted OR of HBV infection among male and female Taiwanese individuals
In conclusion, we suggest that the rs2296651 variant in this receptor gene might decrease susceptibility to HBV infection in Taiwanese women. However, more investigations remain necessary before reaching definitive conclusions in this regard. 
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